A total of 15 microsatellite primer pairs were developed from the Mountain Log Skink, Pseudemoia entrecasteauxii. Nine were used to screen 46 individuals from four populations, and a representative from P. spenceri and P. pagenstecheri. Seven of the loci exhibited large allele variation (16 -30) and high heterozygosity (0.24 -0.82), and the three populations were genetically differentiated. The markers were also used to screen 36 clutches of known maternity and identified high levels of multiple paternity clutches (57%). The primers developed will provide useful markers for the study of population biology and mating system of these lizards.
The genus Pseudemoia comprises six species of small, diurnal skinks (Cogger 1996) . One member of the genus, Pseudemoia entrecasteauxii, is currently involved in a sexual selection and behavioural ecology study. Consequently, we set out to develop microsatellite primers that will be useful in paternity assessment and population differentiation.
Pseudemoia entrecasteauxii genomic DNA (gDNA) was extracted from an ethanol-preserved liver sample using a modified protocol (Sambrook et al. 1989) and a partial genomic library was made following the procedure described previously (Scott et al. 2001 ). An estimated 24 000 transformants was recovered and transferred onto Hybond nylon membrane (Amersham-Pharmacia). Using a γ-dATP end-labelled oligonucleotide mixture, clones were screened for microsatellites of the following repeats: (ACTC) 7 , (AACG) 7 , (ACAG) 7 , (AGAT) 7 , (GA) 15 , (GT) 15 , (GTG) 10 , (GTC) 10 , (GTT) 10 , (GTA) 10 , (GCG) 10 , (GAA) 10 , (GAT) 10 , (GAG) 10 , (AGC) 10 and (ATA) 10 .
Six hundred putative recombinants were picked, suspended in 100 µL of TE and boiled for 5 min. Each sample was used as template for amplification using M13 primers.
Two hundred products of appropriate size were dotted on Hybond nylon membrane and secondarily screened with the same γ-dATP end-labelled oligonucleotide mixture. Following this, 54 positives were selected for sequencing. Clones were purified using BRESAclean (GeneWorks) and sequenced using the ABI Prism Big Dye terminator (Applied Biosystems). Products were separated and visualized on an ABI 377 automated DNA sequencer (Applied Biosystems). Of those cloned, 22 contained bp repeats with sequences useful for primer design, and 15 microsatellite primers were identified using primer 3.0 (Whitehead Institute of Biomedical Research) ( Table 1) .
A panel of 46 individuals of P. entrecasteauxii, and a single representative of P. spenceri and P. pagenstecheri, was screened with nine of these primer pairs. Each M13 forward primer was labelled with a different fluorescent dye (FAM, HEX or NED, Gibco BRl Life Technologies) and used in amplification reactions of a total volume of 40 µL. Reactions contained 10 ng of gDNA, 10 µm of each primer, 3 mm MgSO 4 , 2 mm dNTPs, 1 × PCR amplification buffer, 1 × PCR Enhancer and 1 U of PLATI-NUM® Taq-DNA polymerase (Gibco BRl Life Technologies). The reactions were amplified using a step down PCR protocol of initial denaturation at 94 °C for 5 min; the following cycle was then repeated twice, beginning Correspondence: Jessica Stapley. Fax: + 6126125 5573; E-mail: jessica.stapley@anu.edu.au with 94 °C for 30 s, 70 °C for 15 s and 72 °C for 1.5 min. The cycle was subsequently repeated six times dropping the annealing temperature by 5 °C each cycle. The final stage consisted of 94 °C for 30 s, 35 °C for 15 s and 72 °C for 1.5 min, which was repeated 30 times, followed by a final 5 min extension step at 72 °C. A maximum of three products of different colour and size were multiplexed into a single lane, separated and visualized on an ABI 377 autosequencer. The loci were scored using genotyper 2.5 and allele frequencies calculated using cervus 2.0 (Marshall).
Of the nine loci screened across the panel, eight amplified clean product (allele size ranges listed in Table 1 ). All loci demonstrated high allelic variation (9-30) and five exhibited high expected heterozygosity (Table 2) . Two loci deviated significantly from the HardyWeinberg equilibrium (Pe90, Pe124) and these loci have null allele frequencies of 0.42 and 0.22, respectively (cervus). Using the eight loci, F ST scores for each population were calculated, and these demonstrated genetic differentiation between the three populations [amova (GenAlEx 5.4); P < 0.05]. All eight loci amplified product in P. pagenstecheri, and all but Pe80 amplified product in P. spenceri.
Three of the primer pairs (Pe31, Pe132 and Pe242) were used to screen 122 offspring from 36 clutches of known maternity. Animals were sampled from the same populations noted earlier and the number of nonmaternal alleles was calculated. Several clutches exhibited high levels of multiple paternity (for clutches of ≤ 3 offspring, mean multiple paternity = 57%). A total of 10 clutches was collected from population 1; two had ≤ 3 offspring and one had a minimum of two fathers. There were 17 clutches from population 2, 10 of which had a clutch size of ≤ 3 (maximum = 6) and four of which had a minimum of two fathers. Nine clutches were obtained from population 3, five with ≤ 3 offspring (maximum = 5) and four containing three to four nonmaternal alleles. No null alleles were identified during this analysis. 
